ABSTRACT: Five species of Comesomatidae: Dorylaimopsis halongensis, Hopperia dolichurus, Paracomesoma lissum, Sabatieria doancanhi and Sabatieria praedatrix were identified based on morphological characters of males. To expose the systematic position of these comesomatids, we obtained nucleotide sequences of nuclear ribosomal DNA (D2/D3 and ITS region). The results showed the clear molecular differences between species in the Comesomatidae that proved to the morphology data.
INTRODUCTION
The systematics of Comesomatidae was reviewed by several authors as de Coninck (1965) [1] ; Vitiello (1969) [19] ; Jensen (1979) [11] ; Platt (1985) [16] ; Lorenzen (1994) [14]; Smolyanko & Belogurov (1991) [17] and Hope & Zhang (1995) [10] . According to Jensen (1979) [11] the Comesomatidae included three subfamilies, such as Sabatierinae Filipjev, 1934; Dorylaimopsinae de Coninck, 1965 and Comesomatinae Filipjev, 1918 . In a molecular comparison of the D3 expansion segment (26/28S ribosomal RNA gene), Litvaitis et al. (2000) [12] concluded that the Comesomatidae comprised a sister group to the Monhysterida, yet they placed them in the Chromadorida because they considered their molecular trees to be equivocal. In a recent review of nematode systematic position conducted by De Ley and Blaxter (2004) [2] and based on new results on combining morphological and molecular characteristics and phylogeny evaluation of the Comesomatids these authors assigned Comesomatidae to the order Areolaimida. In this paper, first results combining morphological traits and molecular characteristics of four marine species of the family 
MATERIALS AND METHODS

Sampling:
Sediment samples from intertidal area in the Xuan Thuy national park areas in 2011 and 2012 were taken by PONNAR grab (20 cm × 20 cm surface). Sediment from each site was taken with a depth of 10 cm with Perspex core (3.5 cm in diameter and 40 cm in length) and immediately fixed in DESS solution (dimethylsulfoxide (20%) diluted in distilled water, with EDTA salt 0.25 m, NaOH and saturated with NaCl).
Sample processing: Sediment was sieved through 1 mm mesh size (to separate the coarse shells and plant remains from the sediment). The samples then were rinsed with tap water in a 5 liter beaker. After settlement (10 seconds) the supernatant was poured through a 63 µm. The rinsing and decantation were repeated 3 times until the water became clear.
After decantation, the sample consisting of a small amount of material was carefully washed bringing the extracted portion of the sediment to one side of the sieve. Then it was washed into a large beaker using LUDOX TM50 specific gravity of 1.18 g/ml. At least 3 times the sample volume of Ludox solution was added, and stirred. Then it was left to settle for at least 40 minutes. Finally, the supernatant was carefully poured through a 40 µm sieve. This process was repeated 3 times. The extracted nematodes was washed thoroughly with tap water and then preserved with DESS solution in a suitable container.
Nematode isolation and vouchering:
Identification of species and genera was done by an expert nematode taxonomist using an Axioscope Plus II research microscope. Data analysis: Sequences of comesomatid species from Vietnam were aligned using Clustal X 1.64. Equally weighted maximum parsimony (MP) analysis was performed using PAUP* (4.0 beta version). A heuristic search procedure was used with the following settings: ten replicates of random taxon addition, treebisection reconnection branch swapping, multiple trees retained, no steepest descent, and accelerated transformation. Gaps were treated as missing data. Bootstrap analysis was carried out with 100 replicates. 
RESULTS AND DISCUSSION
Morphological data and DNA sequence data were obtained for five comesomatid species, Dorylaimopsis halongensis Nguyen Dinh Tu et al., 2008; Hopperia dolichurus Gagarin & Nguyen Vu Thanh, 2006; Paracomesoma lissum Gagarin & Nguyen Vu Thanh, 2009; Sabatieria doancanhi Nguyen Dinh Tu et al., 2008 and Sabatieria praedatrix de Man, 1907.
Sequence analyses of D2/D3 region
The D2D3 region of species in the family Comesomatidae ranged from 721bp (P. The MP analysis of D2D3 region indicated that among 750 characters, 127 were parsimony informative and obtained a single tree (tree length = 750) (fig 3) . S. praedatrix clustered with S. doancanhi with high bootstrap support (100%) and had sister relationship with P. lissum (bootstrap 98%). 
Sequence analyses of ITS region
The length of partial 18S, ITS1, 5.8S, ITS2 and partial 28S of species in the Comesomatidae family ranged from 837bp (P. lissum) to 861bp (S. praedatrix); the species in the genus Sabatieria were 856bp (S. doancanhi) and 861bp (S. praedatrix) (table 4).
The Adenine composition in the ITS region of species in the Comesomatidae family ranged from 22% (S. doancanhi) to 28% (P. lissum); Cytosine composition was lowest in P. lissum (22%), highest in S. doancanhi and S. praedatrix (28%); Guanine composition was lowest in P. lissum (24%), highest in S. praedatrix (31%); Thymine composition was lowest in S. praedatrix (19%), highest in P. lissum (26%) (table 4). 
